Seoul virus (genus Hantavirus; family Bunyaviridae) is an emerging pathogen associated with cases of acute kidney injury in several countries across the globe. We report here the whole-genome sequence of the Tchoupitoulas strain of Seoul virus isolated in New Orleans, LA.
genome coverage. A consensus genome sequence was produced at a minimum depth of five reads. All analyses were performed using a local instance of the Galaxy Project (12) (13) (14) . The previously reported TCH S segment contained an additional 16 bp close to the 3= terminus that is not seen in the 3= regions of other SEOV sequences (10) . Mapping of the reads from this study to the TCH S segment reference revealed no support for the additional 16 bp.
Nucleotide sequence accession numbers. The whole-genome sequences have been deposited in GenBank under the accession numbers KU204958 to KU204960. This paper describes the second version of the sequences.
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